Figure 2A 



GCGAGGCAGGCAGCCTGGAGAGAAGGCG 
CTGGGCTGCGAGGGCGCGAGGGCGCGAGGGCAGGGGGCAACCGGACCCCGCCCGCATCC 

A^G GCG CCC G7C GCC GTC TGG GCC GCG CTG GCC GTC GGA CTG GAG 
Met Ala Pro Val Ala Val Trp Ala Ala Leu Ala Val Gly Leu Glu 

CTC TGG GCT GCG GCG CAC GCC TTG CCC GCC CAG GTG GCA TTT ACA 
Leu Trp Ala Ala Ala His Ala Lau Pro Ala Gin Val Ala Phe Thr 

CCC TAC GCC CCG GAG CCC GGG AGC ACA TGC CGG N CTC AGA GAA TAC 
Pro Tyr Ala Pro Glu Pro Gly Ser Thr Cys Arg Leu Arg Glu Tyr 

TAT GAC CAG ACA GCT CAG ATG TGC TGC AGC AAA TGC TCG CCG GGC 
Tyr Asp Gin Thr Ala Gin Met Cys Cys Ser Lys Cys Ser Pro Gly 

CAA CAT GCA AAA GTC TTC TGT ACC AAG ACC TCG GAC ACC GTG TGT 
Gin His Ala Lys Val Phe Cys Thr Lys Thr Ser Asp Thr Val Cys 

GAC TCC TGT GAG GAC AGC ACA TAC ACC CAG CTC TGG AAC TGG GTT 
Asp Ser Cys Glu Asp Ser Thr Tyr Thr Gin Leu Trp Asn Trp Val 

CCC GAG TGC TTG AGC TGT GGC TCC CGC TGT AGC TCT GAC CAG GTG 
Pro Glu Cys Leu Ser Cys Gly Ser Arg Cys Ser Ser Asp Gin Val 

GAA ACT CAA GCC TGC ACT CGG GAA CAG AAC CGC ATC TGC ACC TGC 
Glu Thr Gin Ala Cys Thr Arg Glu Gin Asn Arg He Cys Thr Cys 

AGG CCC GGC TGG TAC TGC GCG CTG AGC AAG CAG GAG GGG TGC CGG 
Arc Pro Gly Trp Tyr Cys Ala Leu Ser Lys Gin Glu Gly Cys Arg 

CTG TGC GCG CCG CTG CGC AAG TGC CGC CCG GGC TTC GGC GTG GCC 
Leu Cys Ala Pro Leu Arg Lys Cys Arg Pro Gly Phe Gly Val Ala 

AGA CCA GGA ACT GAA ACA TCA GAC GTG GTG TGC AAG CCC TGT GCC 
Arg Pro Gly Thr Glu Thr Ser Asp Val Val Cys Lys Pro Cys^Ala 

CCG GGG ACG TTC TCC AAC ACG ACT TCA TCC ACG GAT ATT TGC AGG 
Pro Gly Thr Phe Ser Asn Thr Thr Ser Ser Thr Asp He Cys Arg 

CCC CAC CAG ATC TGT AAC GTG GTG GCC ATC CCT GGG AAT GCA AGC 
Pro His Gin He Cys Asn Val Val Ala He Pro Gly Asn Ala Ser 

ATG GAT GCA GTC TGC ACG TCC ACG TCC CCC ACC CGG AGT ATG GCC 
Het Asp Ala Val Cys Thr Ser Thr Ser Pro Thr Arg Ser Met Ala 

CCA GGG GCA GTA CAC TTA CCC CAG CCA GTG TCC ACA CGA TCC CAA 
Pro Gly Ala Val His Leu Pro Gin Pro Val Ser Thr Arg Ser Gin 

CAC ACG CAG CCA ACT CCA GAA CCC AGC ACT GCT CCA AGC ACC TCC 
His Thr Gin Pro Thr Pro Glu Pro Ser Thr Ala Pro Ser Thr Ser 

TTC CTG CTC CCA ATG GGC CCC AGC CCC CCA GCT GAA GGG AGC ACT 
Phe Leu Leu Pro Met Gly Pro Ser Pro Pro Ala Glu Gly Ser Thr 

■ 

GGC GAC TTC GCT CTT CCA GTT GGA CTG ATT GTG GGT GTG ACA GCC 

Gly Asp p n ° *i» Pm v«i CMv l«mi Tie V* 1 fil v Vfll Thr A la 

TTG GGT CTA CTA ATA ATA GGA GTG GTG AAC TGT GTC ATC ATG ACC 
t^„ rcw T, ri T tip T1» mv Val Val Em Cvi Val Tlfi Hf>r Thr 
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CAG GTG AAA AAG AAG CCC TTG TGC CTG CAG AGA GAA GCC AAG GTG 
pin Val Lys Lys Lys Pro Leu Cys Leu Gin Arg Glu Ala Lys Val 

CCT CAC TTG CCT GCC GAT AAG GCC CGG GGT ACA CAG GGC CCC GAG 
Pro His Leu Pro Ala Asp Lys Ala Arg Gly Thr Gin Gly Pro Glu 

CAG CAG CAC CTG CTG ATC ACA GCG CCG AGC TCC AGC AGC AGC TCC 
Gin Gin His Leu Leu lie Thr Ala Pro Ser Ser Ser Ser Ser Ser 

CTG GAG AGC TCG GCC AGT GCG TTG GAC AGA AGG GCG CCC ACT CGG 
Leu Glu Ser Ser Ala Ser Ala Leu Asp Arg Arg Ala Pro Thr Arg 

AAC CAG CCA CAG GCA CCA GGC GTG GAG GCC AGT GGG GCC GGG GAG 
Asn Gin Pro Gin Ala Pro Gly Val Glu Ala Ser Gly Ala Gly Glu 

GCC CGG GCC AGC ACC GGG AGC TCA GAT TCT TCC CCT GGT GGC CAT 
Ala Arg Ala Ser Thr Gly Ser Ser Asp Ser Ser Pro Gly Gly His 

GGG ACC CAG GTC AAT GTC ACC TGC ATC GTG AAC GTC TGT AGC AGC 
Gly Thr Gin Val Asn Val Thr Cys lie Val Asn Val Cys Ser Ser 

TCT GAC CAC AGC TCA CAG TGC TCC TCC CAA GCC AGC TCC ACA ATG 
Ser Asp His Ser Ser Gin Cys Ser Ser Gin Ala Ser Ser Thr Met. 

GGA GAC ACA GAT TCC AGC CCC TCG GAG TCC CCG AAG GAC GAG CAG 
Gly Asp Thr Asp Ser Ser Pro Ser Glu Ser Pro Lys Asp Glu Gin 

GTC CCC TTC TCC AAG GAG GAA TGT GCC TTT CGG TCA CAG CTG GAG 
Val Pro Phe Ser Lys Glu Glu Cys Ala Phe Arg Ser Gin Leu Glu 

ACG CCA GAG ACC CTG CTG GGG AGC ACC GAA GAG AAG CCC CTG CCC 
Thr Pro Glu Thr Leu Leu Gly Ser Thr Glu Glu Lys Pro Leu Pro 

CTT GGA GTG CCT GAT GCT GGG ATG AAG CCC AGT 
Leu Gly Val Pro Asp Ala Gly Met Lys Pro Ser 

TAACCAGGCCGGTGTGGGCTGTGTCGTAGCCAAGGTGGGCTGAGCCCTGGCAGGATGAC 
CCTGCGAAGGGGCCCTGGTCCTTCCAGGCCCCCACCACTAGGACTCTGAGGCTCTTTCT 
GGGCCAAGTTCCTCTAGTGCCCTCCACAGCCGCAGCCTCCCTCTGACCTGCAG . . - 



Figure 3A 



CGCAGCTGAGGCACTAGAGCTCC 2 3 
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AGGCACAAGGGCGGGAGCCACCGCTGCCCCT ATG GCG CCC GCC GCC CTC TGG 75 

Met Ala Pro Ala Ala Leu Trp -16 

GTC GCG CTG GTC TTC GAA CTG CAG CTG TGG GCC ACC GGG CAC ACA 120 

Val Ala Leu Val Phe Glu Leu Gin Leu Trp Ala Thr Gly His Thr -1 

GTG CCC GCC CAG GTT GTC TTG ACA CCC TAG AAA CCG GAA CCT GGG 165 

¥al P ro Ala Gln Val Val Leu Thr Pro Tyr Lys pro Glu Pro Gly 15 

TAC GAG TGC CAG ATC TCA CAG GAA TAC TAT GAC AGG AAG GCT CAG 210 

Tyr Glu Cys Gin lie Ser Gin Glu Tyr Tyr Asp Arg Lys Ala Gin 30 

ATG TGC TGT GCT AAG TGT CCT CCT GGC CAA TAT GTG AAA CAT TTC 255 

Met Cys Cys Ala Lys Cys Pro Pro Gly Gin Tyr Val Lys His Phe 45 
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TGC AAC AAG ACC TCG GAC ACC GTG TGT GCG GAC TGT GAG GCA AGC 
Cys Asn Lys Thr Ser Asp thr Val Cys Ala Asp Cys Glu Ala Ser 

ATG TAT ACC CAG GTC TGG AAC CAG TTT CGT ACA TGT TTG AGC TGC 34 5 

Met Tyr Thr Gin Val Trp Asn Gin Phe Arg Thr Cys Leu Ser Cys 75 

AGT TCT TCC TGT ACC ACT GAC CAG GTG GAG ATC CGC GCC TGC ACT 350 

Ser Ser Ser Cys Thr Thr Asp Gin Val Glu lie Arg Ala Cys Thr 90 

AAA CAG CAG AAC CGA GTG TGT GCT TGC GAA GCT GGC AGG TAC TgC 435 

Lys Gin Gin Asn Arg Val Cys Ala Cys Glu Ala Gly Arg Tyr Cys 105 

GCC TTG AAA ACC CAT TCT GGC AGC TGT CGA CAG TGC ATG AGG CTG 
Ala Leu Lys Thr His Ser Gly Ser Cys Arg Gin Cys Met Arg Leu 

AGC AAG TGC GGC CCT GGC TTC GGA GTG GCC AGT TCA AGA GCC CCA 525 

Ser Lys Cys Gly Pro Gly Phe Gly Val Ala Ser Ser Arg Ala Pro 135 

AAT GGA AAT GTG CTA TGC AAG GCC TGT GCC CCA GGG ACG TTC TCT 570 

Asn Gly Asn Val Leu Cys Lys Aia Cys Ala Pro Gly Thr Phe Ser 150 

GAC ACC ACA TCA TCC ACT GAT GTG TGC AGG CCC CAC CGC ATC TGT 615 

Asp Thr Thr Ser Ser Thr Asp Val Cys Arg Pro His Arg He Cys 165 

AGC ATC CTG GCT ATT CCC GGA AAT GCA AGC ACA GAT GCA GTC TGT 
Ser He I^u Ala He Pro Gly Asn Ala Ser Thr Asp Ala Val Cys 

GCG CCC GAG TCC CCA ACT CTA AGT GCC ATC CCA AGG ACA CTC TAC 705 

Ala Pro Glu Ser Pro Thr Leu Ser Ala He Pro Arg Thr Leu Tyr 195 

GTA TCT CAG CCA GAG CCC ACA AGA TCC CAA CCC CTG GAT CAA GAG 7 50 

Val Ser Gin Pro Glu Pro Thr Arg Ser Gin Pro Leu Asp Gin Glu 210 

CCA GGG CCC AGC CAA ACT CCA AGC ATC CTT ACA TCG TTG GGT TCA 795 

Pro Gly Pro Ser Gin Thr Pro Ser He Leu Thr Ser Leu Gly Ser 225 

ACC CCC ATT ATT GAA CAA AGT ACC AAG GGT GGC ATC TCT CTT CCA 
Thr Pro He He Glu Gin Ser Thr TrYT HlY filV Tlfi Ser TrfMl Pro 
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ATT GGT CTG ATT GTT GGA GTG ACA TCA CTG GGT CTG CTG ATG TTA 
tip G1 V L<mi Tl* v^l «iv vul Thr Ser Leu Glv TrfMl Lf»» Mf»t Leu 255 
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SSSESBSSSEES^E^SKS SS 

CCAGGAAGTTGTTGCTCTTCCATGACCCCTCTGGATC^CT^ ^ & 
GCTTCTGAGAC^CCCAGTATTTTTTCCT^ x , 3 6 



GCACAGCTCTTCAGCCTGAATGCTG^CACTeCA^w^ „ 

GGtGGCCTGGTAGGGCACAGAGGCCCTT^eeTTA^i^x^^^^^^^ 1956 

CTCCAAGCCCACCGAAATTCTTTTGATGCAAGAATCAGAG 2Ql6 

TCTGTTATAG<^TGGTAG<^TGTAACT^gTGGTC^gT^^^^^ 20 76 

GTTTGATCCT<*GCAACA£TG^C^ ^ 



CAGCCCCCTOTGTOGTTTGCAGC^^ 2 x 9 6 

GGCTO^GCTCCTCCTCCTGACCTTCTAMGAGC^TC^G^CACecc ^ 

GGAATCTCAGGGACTGTAGAGTTCC^GGCTOCTGCAGCCACCTGTCT ^ 

GCCTC^GCACTCCCTCTAACTCCC^ 2376 

CACCCGGAAACAGCTAAGCCAGCTCTTTTGCCAAAGG^ 2496 



SSSSSSSSSS^ 2556 
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GCCTAGTTGTTGCCATGGAGACTTAAAGAGCTCAGCACTCTGGAATCAAGATACTGGACA 
CTTGGGGCCGACTTGTTAAGGCTCTGCAGCATCAGACTGTAGAGGGGAAGGAACACGTCT 
GCCCCCTGGTGGCCCGTCCTGGGAtGACCTCGGGCCtCCTAGGCAACAAAAGAATGAATT 
GGAAAGGATGTTCCTGGGTGTGGCCTAGCTCCTGTGCTTGTGTGGATCCCTAAAGGGTGT 
GCTAAGGAGCAATTGCACTGTGTGCTGGACAGAATTCCTGCTTATAAATGCTTTTTGTTG 
TTGTTTTGTACACTGAGCCCTGGCTGAGCCAGCCCACCCCACCTCCCATCCCACCTTTAC 
ACGCCACTCTTGCATGAGAACCTGGCTGTCTCCCACTTGTAGCCTGTGGATGCTGAGGAA 
ACACCCAGCCAAGTAGACTCCAGGCTTgCCCCTATCTCCTGcTaTGAGTcTggCCTCCTC 3036 
AtTgTGTTGTGGGAAgGAGACGGGtTCTGTCATCTCGGAAcgCCCACACCGTGGATGTGA 3096 

3216 
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LTGTATGTGTGTGCCAGTGTGTGJQAetouu^ iwwioici * 
CTCTCCAGTTACTGAGGCGGGCTCTCATCTGTACCCAGAGCTTGCACATTTTCTAGTCTA 

ACTTGATTCAGGGATCTCTGTCTGCCT ATGGAGgTGCTCAGGTTACAGGCAGGCTGCCAT 3456 

ACCTGCCCGACATTTACATGAATACTAGAGATCTGAATTCTGGTCCTCACACTTGTATAC 3516 

CTGCATTTTATCCACTAAGACATCTCTCCAAGGGCTCCCCCTTCCTATTTAATAAGTTAG 

TTTTGAACTGGCAAGATGGCTCAGTGGGTAAGGCAGTTTGCGGACAAACCTGATGACCTG 

AGTTGGATCCCTGACCATAAGGTAGAAGAGACCTGATTCCTGCAAGTTGTCCTCTGACCA 

CCACCCCATACATGCTTCTGCATATGTGCACACATCACATTCTTGCACACACACTCACAT 

ACCATAAATGTAATAAATTTTTTTAAATAAATTGATTTTATCTTTTAAAAAAAAAAA 3813 
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